Correlations between miRNAs and mRNAs differentially expressed after in vitro lithium treatment exclusively in excellent responders were analyzed using miRComb. No correlation was significant after multiple testing correction according to BH. The in-silico score was calculated by summing the number of algorithms predicting each miRNA-mRNA pair (seven prediction algorithms were tested: MiRWalk, MicroT v4, MiRanda, miRDB, RNA22, RNAhybrid and TargetScan). Abbreviations: FC, fold change; FDR, false discovery rate. Figure S1 . Interaction network between miRNAs and mRNAs differentially expressed between lithium excellent responders and non-responders. The interaction network of miRNAs and mRNAs differentially expressed between lithium excellent responders and non-responders was obtained using a force-directed layout algorithm in Cytoscape. miRNAs are indicated with a diamond, target mRNAs with circles. Down-regulated miRNAs or mRNAs are shown in red, while up-regulated miRNAs or mRNAs are shown in green. The network shows two main cluster of down-regulated and up-regulated miRNAs centered around miR-320a and miR-155-3p, respectively. Figure S2 . Correlations between the expression levels of hsa-miR-320a and its targets CAPNS1, RGS16, BHLHE40 and RHOA in lithium excellent responders and non-responders. Abbreviations: adj, adjusted; cor, correlation; ER, excellent responders; NR, non-responders. Figure S3 . Correlations between the expression levels of hsa-miR-155-3p and its targets SP4, AUTS2
and KYAT1 in lithium excellent responders and non-responders. Abbreviations: adj, adjusted; cor, correlation; ER, excellent responders; NR, non-responders.
